: Comparison of NMY-2 dynamics to a hydrodynamic model of furrowing and to a constriction-coupled disassembly and compression feedback model. (A) Quantification of NMY-2 linear orientation. Left: Distribution of order parameter and flow velocity for a cylindrical system undergoing cytokinesis (see cartoon according to Salbreux et al., 2009). (B) Left: Measured angle and flow velocities along the a-p axis (n = 5). Right: Representative embryo with angles of linearly organized NMY-2 relative to the a-p-axis. (C) Summary of the recently proposed models on contractile ring formation through a cortical flow gradient and self-alignment of actin (Reymann et al., 2016, left) and by equatorial RhoA zone-dependent local compression of the actomyosin cortex and disassembly by myosin (Khaliullin et al., 2018). Major differences are that the gel compression model does not require a defined RhoA zone and postulates lack of myosindependent, active alignment. In contrast, the capture-compression model requires myosin activity in the equatorial region to capture adjacent actomyosin cortex. Compression in the equatorial zone will lead to disassembly, explaining the reduced amount of actin relative to myosin in the contractile ring.
Movie19
A time lapse series of a Z-projected tpxl-1 RNAi embryo expressing NMY-2::GFP under 40% compression; note the strongly delayed formation of cytokinetic NMY-2 foci and their long lifetime compared to wt embryos; scale bar = 10 µm.
Movie 20
A time lapse series of a Z-projected spd-2 RNAi embryo expressing GFP::TBB-2 and NMY-2::GFP under 40% compression; scale bar = 10 µm.
